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1.1 



Input Set: 



Output Set: 



Started: 2007-10-04 13:54:26.710 
Finished: 2007-10-04 13:54:28.381 

Elapsed: 0 hr(s) 0 min(s) 1 sec(s) 671 ms 
Total Warnings: 7 5 
Total Errors: 0 
No. of SeqIDs Defined: 85 
Actual SeqID Count: 85 

Error code Error Description 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 



Input Set: 



Output Set: 



Started: 2007-10-04 13:54:26.710 

Finished: 2007-10-04 13:54:28.381 

Elapsed: 0 hr(s) 0 min(s) 1 sec(s) 671 ms 

Total Warnings: 7 5 

Total Errors: 0 

No. of SeqIDs Defined: 85 

Actual SeqID Count: 85 

Error code Error Description 

This error has occured more than 20 times, will not be displayed 



SEQUENCE LISTING 



<110> Sleep, Darrell 

Finnis, Christopher J. A. 

<120> Modified Plasmid and Use Thereof 

<130> P31,747 USA 

<140> 10584486 
<141> 2007-09-20 

<150> GB0329722.3 
<151> 2003-12-23 

<160> 85 

<170> SeqWin99 

<210> 1 
<211> 1485 
<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 1 

atggacgaca ttgaaacagc caagaatctg acggtaaaag cacgtacagc ttatagcgtc 60 

tgggatgtat gtcggctgtt tattgaaatg attgctcctg atgtagatat tgatatagag 120 

agtaaacgta agtctgatga gctactcttt ccaggatatg tcataaggcc catggaatct 180 

ctcacaaccg gtaggccgta tggtcttgat tctagcgcag aagattccag cgtatcttct 240 

gactccagtg ctgaggtaat tttgcctgct gcgaagatgg ttaaggaaag gtttgattcg 300 

attggaaatg gtatgctctc ttcacaagaa gcaagtcagg ctgccataga tttgatgcta 360 

cagaataaca agctgttaga caatagaaag caactataca aatctattgc tataataata 420 

ggaagattgc ccgagaaaga caagaagaga gctaccgaaa tgctcatgag aaaaatggat 4 80 

tgtacacagt tattagtccc accagctcca acggaagaag atgttatgaa gctcgtaagc 540 

gtcgttaccc aattgcttac tttagttcca ccagatcgtc aagctgcttt aataggtgat 600 

ttattcatcc cggaatctct aaaggatata ttcaatagtt tcaatgaact ggcggcagag 660 

aatcgtttac agcaaaaaaa gagtgagttg gaaggaagga ctgaagtgaa ccatgctaat 720 

acaaatgaag aagttccctc caggcgaaca agaagtagag acacaaatgc aagaggagca 7 80 

tataaattac aaaacaccat cactgagggc cctaaagcgg ttcccacgaa aaaaaggaga 8 40 

gtagcaacga gggtaagggg cagaaaatca cgtaatactt ctagggtatg atccaatatc 900 

aaaggaaatg atagcattga aggatgagac taatccaatt gaggagtggc agcatataga 9 60 

acagctaaag ggtagtgctg aaggaagcat acgatacccc gcatggaatg ggataatatc 102 0 

acaggaggta ctagactacc tttcatccta cataaataga cgcatataag tacgcattta 1080 

agcataaaca cgcactatgc cgttcttctc atgtatatat atatacaggc aacacgcaga 1140 

tataggtgcg acgtgaacag tgagctgtat gtgcgcagct cgcgttgcat tttcggaaac 1200 

gctcgttttc ggaaacgctt tgaagttcct attccgaagt tcctattctc tagaaagtat 1260 

aggaacttca gagcgctttt gaaaaccaaa agcgctctga agacgcactt tcaaaaaacc 1320 

aaaaacgcac cggactgtaa cgagctacta aaatattgcg aataccgctt ccacaaacat 1380 

tgctcaaaag tatctctttg ctatatatct ctgtgctata tccctatata acctacccat 1440 

ccacctttcg ctccttgaac ttgcatctaa actcgacctc tacat 1485 

<210> 2 
<211> 1688 
<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 2 

atgccacaat ttggtatatt atgtaaaaca ccacctaagg tgcttgttcg tcagtttgtg 60 
gaaaggtttg aaagaccttc aggtgagaaa atagcattat gtgctgctga actaacctat 120 



ttatgttgga tgattacaca taacggaaca gcaatcaaga gagccacatt catgagctat 180 

aatactatca taagcaattc gctgagtttc gatattgtca ataaatcact ccagtttaaa 240 

tacaagacgc aaaaagcaac aattctggaa gcctcattaa agaaattgat tcctgcttgg 300 

gaatttacaa ttattcctta ctatggacaa aaacatcaat ctgatatcac tgatattgta 360 

agtagtttgc aattacagtt cgaatcatcg gaagaagcag ataagggaaa tagccacagt 420 

aaaaaaatgc ttaaagcact tctaagtgag ggtgaaagca tctgggagat cactgagaaa 4 80 

atactaaatt cgtttgagta tacttcgaga tttacaaaaa caaaaacttt ataccaattc 540 

ctcttcctag ctactttcat caattgtgga agattcagcg atattaagaa cgttgatccg 600 

aaatcattta aattagtcca aaataagtat ctgggagtaa taatccagtg tttagtgaca 660 

gagacaaaga caagcgttag taggcacata tacttcttta gcgcaagggg taggatcgat 720 

ccacttgtat atttggatga atttttgagg aattctgaac cagtcctaaa acgagtaaat 780 

aggaccggca attcttcaag caataaacag gaataccaat tattaaaaga taacttagtc 8 40 

agatcgtaca ataaagcttt gaagaaaaat gcgccttatt caatctttgc tataaaaaat 900 

ggcccaaaat ctcacattgg aagacatttg atgacctcat ttctttcaat gaagggccta 960 

acggagttga ctaatgttgt gggaaattgg agcgataagc gtgcttctgc cgtggccagg 1020 

acaacgtata ctcatcagat aacagcaata cctgatcact acttcgcact agtttctcgg 1080 

tactatgcat atgatccaat atcaaaggaa atgatagcat tgaaggatga gactaatcca 1140 

attgaggagt ggcagcatat agaacagcta aagggtagtg ctgaaggaag catacgatac 1200 

cccgcatgga atgggataat atcacaggag gtactagact acctttcatc ctacataaat 1260 

agacgcatat aagtacgcat ttaagcataa acacgcacta tgccgttctt ctcatgtata 1320 

tatatataca ggcaacacgc agatataggt gcgacgtgaa cagtgagctg tatgtgcgca 1380 

gctcgcgttg cattttcgga agcgctcgtt ttcggaaacg ctttgaagtt cctattccga 1440 

agttcctatt ctctagaaag tataggaact tcagagcgct tttgaaaacc aaaagcgctc 1500 

tgaagacgca ctttcaaaaa accaaaaacg caccggactg taacgagcta ctaaaatatt 1560 

gcgaataccg cttccacaaa cattgctcaa aagtatctct ttgctatata tctctgtgct 1620 

atatccctat ataacctacc catccacctt tcgctccttg aacttgcatc taaactcgac 1680 

ctctacat 1688 

<210> 3 
<211> 522 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 3 

Met Lys Phe Ser Ala Gly Ala Val Leu Ser Trp Ser Ser Leu Leu Leu 



Ala Ser Ser Val Phe Ala Gin Gin Glu Ala Val Ala Pro Glu Asp Ser 

20 25 30 

Ala Val Val Lys Leu Ala Thr Asp Ser Phe Asn Glu Tyr lie Gin Ser 
35 40 45 

His Asp Leu Val Leu Ala Glu Phe Phe Ala Pro Trp Cys Gly His Cys 
50 55 60 

Lys Asn Met Ala Pro Glu Tyr Val Lys Ala Ala Glu Thr Leu Val Glu 
65 70 75 80 

Lys Asn lie Thr Leu Ala Gin lie Asp Cys Thr Glu Asn Gin Asp Leu 
85 90 95 

Cys Met Glu His Asn lie Pro Gly Phe Pro Ser Leu Lys lie Phe Lys 



Asn Ser Asp Val Asn Asn Ser lie Asp Tyr Glu Gly Pro Arg Thr Ala 
115 120 125 



Glu Ala lie Val Gin Phe Met lie Lys Gin Ser Gin Pro Ala Val Ala 
130 135 140 

Val Val Ala Asp Leu Pro Ala Tyr Leu Ala Asn Glu Thr Phe Val Thr 
145 150 155 160 

Pro Val lie Val Gin Ser Gly Lys lie Asp Ala Asp Phe Asn Ala Thr 
165 170 175 

Phe Tyr Ser Met Ala Asn Lys His Phe Asn Asp Tyr Asp Phe Val Ser 
180 185 190 

Ala Glu Asn Ala Asp Asp Asp Phe Lys Leu Ser lie Tyr Leu Pro Ser 
195 200 205 

Ala Met Asp Glu Pro Val Val Tyr Asn Gly Lys Lys Ala Asp lie Ala 
210 215 220 

Asp Ala Asp Val Phe Glu Lys Trp Leu Gin Val Glu Ala Leu Pro Tyr 

225 230 235 240 

Phe Gly Glu lie Asp Gly Ser Val Phe Ala Gin Tyr Val Glu Ser Gly 
245 250 255 

Leu Pro Leu Gly Tyr Leu Phe Tyr Asn Asp Glu Glu Glu Leu Glu Glu 

260 265 270 

Tyr Lys Pro Leu Phe Thr Glu Leu Ala Lys Lys Asn Arg Gly Leu Met 
275 280 285 

Asn Phe Val Ser lie Asp Ala Arg Lys Phe Gly Arg His Ala Gly Asn 
290 295 300 

Leu Asn Met Lys Glu Gin Phe Pro Leu Phe Ala lie His Asp Met Thr 
305 310 315 320 

Glu Asp Leu Lys Tyr Gly Leu Pro Gin Leu Ser Glu Glu Ala Phe Asp 

325 330 335 

Glu Leu Ser Asp Lys lie Val Leu Glu Ser Lys Ala lie Glu Ser Leu 
340 345 350 

Val Lys Asp Phe Leu Lys Gly Asp Ala Ser Pro lie Val Lys Ser Gin 
355 360 365 

Glu lie Phe Glu Asn Gin Asp Ser Ser Val Phe Gin Leu Val Gly Lys 
370 375 380 

Asn His Asp Glu lie Val Asn Asp Pro Lys Lys Asp Val Leu Val Leu 
385 390 395 400 

Tyr Tyr Ala Pro Trp Cys Gly His Cys Lys Arg Leu Ala Pro Thr Tyr 
405 410 415 

Gin Glu Leu Ala Asp Thr Tyr Ala Asn Ala Thr Ser Asp Val Leu lie 
420 425 430 



Ala Lys Leu Asp His Thr Glu Asn Asp Val Arg Gly Val Val lie Glu 
435 440 445 



Gly Tyr Pro Thr lie Val Leu Tyr Pro Gly Gly Lys Lys Ser Glu Ser 
450 455 460 

Val Val Tyr Gin Gly Ser Arg Ser Leu Asp Ser Leu Phe Asp Phe lie 
465 470 475 480 

Lys Glu Asn Gly His Phe Asp Val Asp Gly Lys Ala Leu Tyr Glu Glu 
485 490 495 

Ala Gin Glu Lys Ala Ala Glu Glu Ala Asp Ala Asp Ala Glu Leu Ala 
500 505 510 

Asp Glu Glu Asp Ala lie His Asp Glu Leu 
515 520 

<210> 4 

<211> 530 

<212> PRT 

<213> Saccharomyces cerevisiae 

<400> 4 

Met Lys Phe Ser Ala Gly Ala Val Leu Ser Trp Ser Ser Leu Leu Leu 
15 10 15 

Ala Ser Ser Val Phe Ala Gin Gin Glu Ala Val Ala Pro Glu Asp Ser 
20 25 30 

Ala Val Val Lys Leu Ala Thr Asp Ser Phe Asn Glu Tyr lie Gin Ser 
35 40 45 

His Asp Leu Val Leu Ala Glu Phe Phe Ala Pro Trp Cys Gly His Cys 
50 55 60 

Lys Asn Met Ala Pro Glu Tyr Val Lys Ala Ala Glu Thr Leu Val Glu 
65 70 75 80 

Lys Asn lie Thr Leu Ala Gin lie Asp Cys Thr Glu Asn Gin Asp Leu 
85 90 95 

Cys Met Glu His Asn lie Pro Gly Phe Pro Ser Leu Lys lie Phe Lys 
100 105 110 

Asn Arg Asp Val Asn Asn Ser lie Asp Tyr Glu Gly Pro Arg Thr Ala 
115 120 125 

Glu Ala lie Val Gin Phe Met lie Lys Gin Ser Gin Pro Ala Val Ala 
130 135 140 

Val Val Ala Asp Leu Pro Ala Tyr Leu Ala Asn Glu Thr Phe Val Thr 
145 150 155 160 



Pro Val lie Val Gin Ser Gly Lys lie Asp Ala Asp Phe Asn Ala Thr 
165 170 175 



Phe Tyr Ser Met Ala Asn Lys His Phe Asn Asp Tyr Asp Phe Val Ser 
180 185 190 



Ala Glu Asn Ala Asp Asp Asp Phe Lys Leu Ser lie Tyr Leu Pro Ser 
195 200 205 

Ala Met Asp Glu Pro Val Val Tyr Asn Gly Lys Lys Ala Asp lie Ala 
210 215 220 

Asp Ala Asp Val Phe Glu Lys Trp Leu Gin Val Glu Ala Leu Pro Tyr 

225 230 235 240 

Phe Gly Glu lie Asp Gly Ser Val Phe Ala Gin Tyr Val Glu Ser Gly 
245 250 255 

Leu Pro Leu Gly Tyr Leu Phe Tyr Asn Asp Glu Glu Glu Leu Glu Glu 

260 265 270 

Tyr Lys Pro Leu Phe Thr Glu Leu Ala Lys Lys Asn Arg Gly Leu Met 
275 280 285 

Asn Phe Val Ser lie Asp Ala Arg Lys Phe Gly Arg His Ala Gly Asn 
290 295 300 

Leu Asn Met Lys Glu Gin Phe Pro Leu Phe Ala lie His Asp Met Thr 
305 310 315 320 

Glu Asp Leu Lys Tyr Gly Leu Pro Gin Leu Ser Glu Glu Ala Phe Asp 

325 330 335 

Glu Leu Ser Asp Lys lie Val Leu Glu Ser Lys Ala lie Glu Ser Leu 
340 345 350 

Val Lys Asp Phe Leu Lys Gly Asp Ala Ser Pro lie Val Lys Ser Gin 
355 360 365 

Glu lie Phe Glu Asn Gin Asp Ser Ser Val Phe Gin Leu Val Gly Lys 
370 375 380 

Asn His Asp Glu lie Val Asn Asp Pro Lys Lys Asp Val Leu Val Leu 
385 390 395 400 

Tyr Tyr Ala Pro Trp Cys Gly His Cys Lys Arg Leu Ala Pro Thr Tyr 
405 410 415 

Gin Glu Leu Ala Asp Thr Tyr Ala Asn Ala Thr Ser Asp Val Leu lie 
420 425 430 

Ala Lys Leu Asp His Thr Glu Asn Asp Val Arg Gly Val Val lie Glu 
435 440 445 

Gly Tyr Pro Thr lie Val Leu Tyr Pro Gly Gly Lys Lys Ser Glu Ser 
450 455 460 



Val Val Tyr Gin Gly Ser Arg Ser Leu Asp Ser Leu Phe Asp Phe lie 
465 470 475 480 



Lys Glu Asn Gly His Phe Asp Val Asp Gly Lys Ala Leu Tyr Glu Glu 
485 490 495 



Ala Gin Glu Lys Ala Ala Glu Glu Ala Glu Ala Asp Ala Glu Ala Glu 
500 505 510 

Ala Asp Ala Asp Ala Glu Leu Ala Asp Glu Glu Asp Ala lie His Asp 
515 520 525 

Glu Leu 

530 

<210> 5 
<211> 642 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 5 

Met Ser Lys Ala Val Gly lie Asp Leu Gly Thr Thr Tyr Ser Cys Val 
15 10 15 

Ala His Phe Ala Asn Asp Arg Val Asp lie lie Ala Asn Asp Gin Gly 
20 25 30 

Asn Arg Thr Thr Pro Ser Phe Val Ala Phe Thr Asp Thr Glu Arg Leu 
35 40 45 

lie Gly Asp Ala Ala Lys Asn Gin Ala Ala Met Asn Pro Ser Asn Thr 
50 55 60 

Val Phe Asp Ala Lys Arg Leu lie Gly Arg Asn Phe Asn Asp Pro Glu 
65 70 75 80 

Val Gin Ala Asp Met Lys His Phe Pro Phe Lys Leu lie Asp Val Asp 
85 90 95 

Gly Lys Pro Gin lie Gin Val Glu Phe Lys Gly Glu Thr Lys Asn Phe 
100 105 110 

Thr Pro Glu Gin lie Ser Ser Met Val Leu Gly Lys Met Lys Glu Thr 
115 120 125 

Ala Glu Ser Tyr Leu Gly Ala Lys Val Asn Asp Ala Val Val Thr Val 
130 135 140 

Pro Ala Tyr Phe Asn Asp Ser Gin Arg Gin Ala Thr Lys Asp Ala Gly 
145 150 155 160 

Thr lie Ala Gly Leu Asn Val Leu Arg lie lie Asn Glu Pro Thr Ala 
165 170 175 

Ala Ala lie Ala Tyr Gly Leu Asp Lys Lys Gly Lys Glu Glu His Val 
180 185 190 



Leu lie Phe Asp Leu Gly Gly Gly Thr Phe Asp Val Ser Leu Leu Phe 
195 200 205 



lie Glu Asp Gly lie Phe Glu Val Lys Ala Thr Ala Gly Asp Thr His 
210 215 220 



Leu Gly Gly Glu Asp Phe Asp Asn Arg Leu Val Asn His Phe lie Gin 

225 230 235 240 

Glu Phe Lys Arg Lys Asn Lys Lys Asp Leu Ser Thr Asn Gin Arg Ala 
245 250 255 

Leu Arg Arg Leu Arg Thr Ala Cys Glu Arg Ala Lys Arg Thr Leu Ser 

260 265 270 

Ser Ser Ala Gin Thr Ser Val Glu lie Asp Ser Leu Phe Glu Gly lie 
275 280 285 

Asp Phe Tyr Thr Ser lie Thr Arg Ala Arg Phe Glu Glu Leu Cys Ala 
290 295 300 

Asp Leu Phe Arg Ser Thr Leu Asp Pro Val Glu Lys Val Leu Arg Asp 
305 310 315 320 

Ala Lys Leu Asp Lys Ser Gin Val Asp Glu lie Val Leu Val Gly Gly 

325 330 335 

Ser Thr Arg lie Pro Lys Val Gin Lys Leu Val Thr Asp Tyr Phe Asn 
340 345 350 

Gly Lys Glu Pro Asn Arg Ser lie Asn Pro Asp Glu Ala Val Ala Tyr 
355 360 365 

Gly Ala Ala Val Gin Ala Ala lie Leu Thr Gly Asp Glu Ser Ser Lys 
370 375 380 

Thr Gin Asp Leu Leu Leu Leu Asp Val Ala Pro Leu Ser Leu Gly lie 
385 390 395 400 

Glu Thr Ala Gly Gly Val Met Thr Lys Leu lie Pro Arg Asn Ser Thr 
405 410 415 

lie Ser Thr Lys Lys Phe Glu lie Phe Ser Thr Tyr Ala Asp Asn Gin 
420 425 430 

Pro Gly Val Leu lie Gin Val Phe Glu Gly Glu Arg Ala Lys Thr Lys 
435 440 445 

Asp Asn Asn Leu Leu Gly Lys Phe Glu Leu Ser Gly lie Pro Pro Ala 
450 455 460 

Pro Arg Gly Val Pro Gin lie Glu Val Thr Phe Asp Val Asp Ser Asn 
465 470 475 480 

Gly lie Leu Asn Val Ser Ala Val Glu Lys Gly Thr Gly Lys Ser Asn 
485 490 495 



Lys lie Thr lie Thr Asn Asp Lys Gly Arg Leu Ser Lys 



